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ScienceDirectChoanoflagellates are the closest single-celled relatives of
animals and provide fascinating insights into developmental
processes in animals. Two species, the choanoflagellates
Monosiga brevicollis and Salpingoeca rosetta are emerging
as promising model organisms to reveal the evolutionary origin
of key animal innovations. In this review, we highlight how
choanoflagellates are used to study the origin of multicellularity
in animals. The newly available genomic resources and
functional techniques provide important insights into the
function of choanoflagellate pre- and postsynaptic proteins,
cell–cell adhesion and signaling molecules and the evolution
of animal filopodia and thus underscore the relevance of
choanoflagellate models for evolutionary biology, neurobiology
and cell biology research.
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Introduction
‘To understand how animals evolved, we must study choa-
noflagellates’ Peter Holland, University of Oxford, UK [1].
How multicellular animals evolved from their single cell
progenitors is an important question in biology. In the last
years the study of choanoflagellates has started to answer
this question. It is now well accepted that choanoflagellates
are the closest single-celled relatives of animals, meaning
that they form the sister group to animals (Figure 1a) [2–4].
This important position makes choanoflagellates fascinat-
ing models to study the evolutionary origin of key animal
innovations [5]. Choanoflagellate morphology is well
characterized and their organelle arrangement shows thatCurrent Opinion in Genetics & Development 2016, 39:42–47 choanoflagellate cells are highly polarized [1,6]. Choano-
flagellates possess a single posterior flagellum that is
enclosed by a collar composed of microvilli (Figure 1b).
The movement of the flagellum serves two main functions:
to allow motile cells to swim and to create water currents
which trap bacteria to the collar to allow phagocytosis [7,8].
Phagocytosed bacteria are digested in anterior localized
food vacuoles (Figure 1b). The Golgi apparatus with many
associated vesicles is positioned posterior to the prominent
nucleus. Moreover, many choanoflagellates possess anteri-
or filopodia (Figure 1b), which allow for substratum attach-
ment of the cells [1,9].
In this review, we highlight recent advances in choano-
flagellate phylogeny and critically discuss the latest pro-
gresses made on the establishment of choanoflagellates as
model organisms to understand the origin of multicellulari-
ty in animals. In particular, we emphasize how newly
available genomic resources [3,10], the identification of a
sexual life cycle [11], novel functional techniques like the
development of a forward genetic screen [12], and the first
successful immunoprecipitation experiments [13] have
allowed getting insights into the function of choanoflagel-
late pre- and postsynaptic proteins, cell-cell adhesion and
signaling molecules, and the evolution of animal filopodia.
In the future, these newly available resources will also form
the basis for targeted gene activity disruptions.
Phylogeny and morphological diversity of
choanoflagellates
Choanoflagellates comprise a group of aquatic protists
that can be divided into two different taxonomic orders:
Craspedida and Acanthoecida (Figure 1c) [2,14,15].
While the general cell morphology is highly conserved
in all choanoflagellate species (Figure 1b) [1], striking
differences exist in their extracellular coverings and their
life history stages (Figure 1c). The Craspedida are char-
acterized by an organic extracellular covering, either in
form of a rigid theca or of a glycocalyx [2,15]. Among the
Craspedida, there are unicellular species which can swim
or attach to the substratum (e.g. Monosiga brevicollis).
Many species have additionally the ability to form free
swimming colonies (e.g. Salpingoeca rosetta) or substratum
attached colonies (e.g. Codosiga botrytis) [1,2]. The
Acanthoecida, on the other hand, are characterized by
an inorganic extracellular covering (basket-shaped lorica
made of silica strips) (Figure 1c) [1,14]. This order
comprises two families, the nudiform Acanthoecidae
(nudiform: after cell division one of the daughter cells
leaves the lorica naked, e.g. Acanthoeca spectabilis) and the
tectiform Stephanoecidae (tectiform: after cell divisionwww.sciencedirect.com
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Phylogenetic position, morphology and diversity of choanoflagellates. (a) Choanoflagellates are the closest single-celled relatives of animals [2–4].
White circle: last common ancestor of choanoflagellates and animals. (b) Choanoflagellate morphology and disposition of organelles [1]. bb,
basal body; mt, mitochondria; fv, food vacuole. (c) Choanoflagellates can be divided into two different taxonomic orders: Craspedida and
Acanthoecida [2,14]. Among the Craspedida, unicellular species, and species with the ability to form free swimming colonies (e.g. Salpingoeca
rosetta) or substratum attached colonies (e.g. Codosiga botrytis) exist. The Acanthoecida are characterized by a basket shaped inorganic covering
(lorica). This order comprises two families, the nudiform Acanthoecidae (e.g. Acanthoeca spectabilis) and the tectiform Stephanoecidae (e.g.
Stephanoeca diplocostata). Choanoflagellate species with a sequenced genome are highlighted in red.one of the daughter cells is turned upside down and
pushed into already accumulated silica strips, e.g. Stepha-
noeca diplocostata) [1,2,14]. Multicellular forms with cell-
cell contacts have not been observed for Acanthoecida
[14,16], although some species attach to each other with
their lorica (e.g. Polyoeca dichotoma and Parvicorbicula
socialis) [1,17,18]. Here, we are focusing on M. brevicollis
and S. rosetta, two species belonging to the Craspedida,
that are emerging as choanoflagellate models.
Surprising insights from M. brevicollis — a
unicellular choanoflagellate
M. brevicollis, a unicellular choanoflagellate can switch
between two different life cycle stages: a sedentary stage
(attached to the substratum) and a motile stage (swim-
mer) (Figure 2a) [2]. The sedentary stage is attached via a
microfibrillar stalk (Figure 2a) [2]. It was the first choano-
flagellate species with a fully sequenced genome [3] (link
to the genome browser: http://genome.jgi.doe.gov/
Monbr1/Monbr1.home.html). The genome of M. brevi-
collis revealed many surprising findings and highlighted
the importance of studying choanoflagellates. For exam-
ple, despite the inability of M. brevicollis to form colonies,
its genome encodes homologs of many proteins critical for
animal cell adhesion and signaling. Two very prominent
examples are the presence of cadherins [3,19] and tyro-
sine kinases [3,20,21] in M. brevicollis, proteins that werewww.sciencedirect.com previously thought to be animal specific. In particular, the
presence of cadherins in a unicellular organism generated
much excitement, as these proteins are key components
required for animal cells to stick to each other. The
M. brevicollis genome encodes 23 different cadherins
[19], a very similar number of cadherins can be found
in diverse animal genomes (16 in Amphimedon queenslan-
dica, 16 in Nematostella vectensis, 17 in Drosophila melano-
gaster and 15 in Ciona intestinalis) [22]. While the exact
function of many M. brevicollis cadherins remains to be
investigated, two M. brevicollis cadherins (MBCDH1 and
2) localize to the collar of the choanoflagellate (Figure 2b)
and may mediate the direct interaction with bacterial prey
[19] or intra-collar adhesion (Figure 2c) [9,23].
Tyrosine kinases (TKs) are critical components of signal-
ing cascades that are involved in cell-cell-communication
and other processes important for the establishment of
multicellularity in animals [24]. The M. brevicollis genome
revealed the presence of 128 TKs [3,21], opposed to 90 in
the human genome [25]. Only 7 M. brevicollis TKs are
homologous to animal TKs [21], one of which (Abl2) has
been shown to phosphorylate cellular proteins when
expressed in mammalian cells [26]. The other M. brevicollis
TKs show domain combinations distinct from animal TKs
[3,21], revealing individual diversification of TKs in choa-
noflagellates and animals [21,27]. Subsequent genomeCurrent Opinion in Genetics & Development 2016, 39:42–47
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The choanoflagellates Monosiga brevicollis and Salpingoeca rosetta emerge as model organisms. (a) M. brevicollis can switch between two
different life cycle stages: a sedentary stage (attached) and a motile stage (swimmer). (b) Cadherin MBCDH1 and 2 localize to the collar of M.
brevicollis (modified from [19]). (c) Scanning electron micrograph of collar links between microvilli (modified from [23]). (d) Secretory SNARES and
Munc18 localize to the apical membrane of M. brevicollis (modified from [52]). (e) Transmission electron micrograph shows vesicles at the apical
membrane of M. brevicollis (modified from [52]). (f) S. rosetta can switch between five different life cycle stages: a sedentary stage (attached), two
different motile stages: fast swimmers and slow swimmers and two different colonial stages: chain and rosette colonies (modified from [9]). Cells
in colonies are held together by cytoplasmic bridges and extracellular matrix (not shown), and rosette colonies are additionally stabilized by
filopodia (modified from [9]). (g) Transmission electron micrograph reveals a cytoplasmic bridge between two cells in S. rosetta colonies (modified
from [9]). (h) Attached S. rosetta cells possess long basally positioned filopodia (modified from [41]). (i) C-type lectin (asterisk) localizes to the
centre of S. rosetta colonies (modified from [12]). (j) The postsynaptic protein homolog Homer localizes to the nucleus of S. rosetta (modified
from [13]). Scale bars: 2 mm in B, 100 nm in C; 2 mm in D; 200 nm in E; 200 nm in G; 1 mm in H; 5 mm in I and J. RIF-1, rosette inducing factor 1.surveys of other holozoans (group including animals, choa-
noflagellates, filastereans, ichthyosporeans and corallochy-
treans (Figure 1a)) and closely related organisms, revealed
that choanoflagellates are not the only phylum besides
animals with homologs of tyrosine kinases and cadherinsCurrent Opinion in Genetics & Development 2016, 39:42–47 [27,28]. Two Cadherins have been identified in the
filasterean Capsaspora owczarzaki, and two more in Theca-
monas trahens — a non-holozoan flagellate [28]. TKs are
present across holozoans [27] and were also identified in
T. trahens and in the amoeba Acanthamoeba castellanii [29].www.sciencedirect.com
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analyses was the identification of synaptic proteins
[13,30–34]. M. brevicollis clearly lacks synapses and neu-
rons, but possesses many critical components for synapse
function known from animals. For example, the M. bre-
vicollis genome encodes for voltage gated calcium chan-
nels that are very similar to the ones found in animal nerve
cells [34], for voltage gated sodium channels important for
generating action potentials in animal nerve cells [31,35]
and also several proteins that animal nerve cells use to
anchor neurotransmitter receptors at the postsynaptic
membrane, so-called postsynaptic scaffolding proteins
like PSD-95, Homer and Shank [32]. In addition, a
neurosecretory apparatus was identified in M. brevicollis
[36]. A conserved set of presynaptic neurosecretory pro-
teins, which are called SNARE and Munc18 proteins and
are key components of the synaptic vesicle release ma-
chinery in neurons, interact in M. brevicollis in the same
way as they do in vertebrates [36]. These proteins localize
to the apical membrane in M. brevicollis and may mediate
the release of molecules from vesicles (Figure 2d, e).
S. rosetta — a colony-forming
choanoflagellate enters the stage
A major step in choanoflagellate research was the intro-
duction of S. rosetta as a model organism. This species is
able to form beautiful colonies, and the complex life cycle
of S. rosetta has now been investigated in detail (Figure 2f)
[9]. S. rosetta possesses a sedentary stage (attached to the
substratum) and at least two different motile stages: fast
swimmers and slow swimmers [9]. Slow swimmers can
differentiate into fast swimmers or attached cells
(Figure 2f). Importantly, slow swimmers also have the
unique ability to form rosette or chain colonies by cell
division. [9,16]. Cells in both types of colonies are held
together by cytoplasmic bridges and extracellular matrix
(ECM) (Figure 2g); whereas rosette colonies are addi-
tionally stabilized by filopodia (Figure 2f) [9]. Rosette
colony formation can be induced by the addition of the
bacterium Algoriphagus machipongonensis to S. rosetta cul-
tures (Figure 2f) [37,38]. Analysis of the lipid extract of
A. machipongonensis revealed that a specific molecule, a
sulfonolipid called RIF-1 (rosette inducing factor), is
responsible for the induction of colony formation
(Figure 2f) [38]. RIF-1 synthesized in vitro also induces
colony formation [39], and additional molecules, syner-
gizing with RIF-1 in its colony inducing effect have been
identified [40]. The sequencing of the genome and tran-
scriptome of S. rosetta has further contributed to our
understanding of the putative genome composition of
animal ancestors [10]. Homologs of proteins involved in
cell adhesion and signaling (29 cadherins) and neuropep-
tide signaling were identified [41] (link to the genome
browser: http://www.ncbi.nlm.nih.gov/bioproject/37927:
link to the transcriptome browser http://www.ncbi.nlm.
nih.gov/bioproject/62005). The transcriptome has
assisted in attributing specific genes to the different lifewww.sciencedirect.com cycle stages of S. rosetta [10]. For example, specific sets of
cadherins and tyrosine kinases are upregulated in colo-
nies, whereas other sets are upregulated in attached cells
only [10].
Moreover, the study of S. rosetta has led to insights into
the origin of animal filopodia, which are thin actin-based
projections and essential organelles for animal cells [41].
Filopodia are present in S. rosetta attached cells and
rosette colonies (Figure 2f) [9,41] and homologs of many
animal filopodial components are encoded in its genome,
for example fascin and myosin X [41]. Fascin in animal
filopodia is known as a critical actin crosslinking protein
[42,43]. In S. rosetta attached cells Fascin localizes to long
basally positioned filopodia and microvilli (Figure 2h)
[41]. Interestingly, the S. rosetta genome encodes for
two Fascin paralogs. Fascin 1 is upregulated in attached
cells, whereas Fascin 2 is upregulated in rosette colonies
[41]. This has important implications, as Fascin 1 could
function in filopodia formation for cell-attachment to
substratum, Fascin 2 on the other hand might function
in filopodia formation for rosette colony formation
(Figure 2f) and thus could directly be involved in colony
formation and/or stabilization in S. rosetta.
S. rosetta has also emerged as model to reconstruct the
ancestral functions of synaptic proteins like Homer, PSD-
95 and CamKII [13,44,45]. The postsynaptic density
protein Homer, which controls abundance and orientation
of membrane receptors and regulates calcium signaling in
neurons [46], unexpectedly localizes to the nucleus in S.
rosetta (Figure 2j) [13]. While the domain organization of
S. rosetta Homer is well conserved, as is its ability to
tetramerize, S. rosetta Homer does not interact with its
well-known binding partner Shank, which is encoded in
the S. rosetta genome and expressed throughout all life
history stages [13]. Instead, it was shown that S. rosetta
Homer directly interacts with Flotillin, a component of
lipid rafts [13]. Thus, Homer might have originally
functioned in the nucleus through its interaction with
Flotillin and was only later co-opted to act as a scaffolding
protein at the post synaptic density in neurons [13].
The first genetic screen in choanoflagellates
The presence of sexual reproduction in choanoflagellates
was suggested by earlier studies [9,47–49]. The first direct
evidence of a choanoflagellate sexual life cycle was pro-
vided by Levin and King [11]. These researchers man-
aged to induce and observe a mating process, and showed
that upon changes in the availability of food bacteria, the
ploidy of cells in the culture changes (Figure 2 inset) [11].
Under starving conditions haploid choanoflagellate cells
form morphologically distinct gametes that fuse and
produce diploid cells, while under conditions of constant
food availability (high amount of food bacteria) the cells
undergo meiosis and form haploid cells again (Figure 2
inset) [11].Current Opinion in Genetics & Development 2016, 39:42–47
46 Developmental mechanisms, patterning and evolutionThis pioneering work laid the foundation for the first
genetic screen in choanoflagellates. Levin and colleagues
used forward genetics to identify essential genes for S.
rosetta colony formation [12]. In this approach mutations
were generated by X-ray or EMS exposure, followed by a
phenotypic screen for mutants with defects in rosette
colony formation. The authors isolated different mutants,
one of which they named Rosetteless. This mutant maps
to a C-type lectin, and is absolutely required for rosette
colony formation [12]. Rosetteless protein localizes to
the centre of S. rosetta colonies (Figure 2i) and may be
important to stabilize connections between cells [12].
The ability to outcross haploid mutants with haploid wild
type individuals, is extremely helpful in order to show, if
the wild type phenotype can be rescued, verifying its
suggested function and providing evidence for the muta-
tion being recessive or dominant [12]. Establishing
forward genetics in S. rosetta provides ‘the first link
between genotype and phenotype’ for this group [12]
and was an important step forward in establishing choa-
noflagellates as model organisms.
Conclusions
Model organisms are widely used in order to understand
key biological processes relevant to medicine, develop-
ment and evolution [50]. Choanoflagellate models are key
to reveal the ancestry of proteins required for animal
multicellularity. The choanoflagellate species M. brevicol-
lis and S. rosetta are easy to culture and have a short
generation time of 6–8 h. Both species have a fully
sequenced genome available [3,10], resources that led
to the identification of gene homologs once considered to
be animal specific. Both choanoflagellate genomes en-
code for many cadherins (cell–cell adhesion molecules)
[3,10] and synaptic proteins [13,32].
Cadherins are differentially expressed depending on the
life cycle stages of S. rosetta [10]. In the future, it will be
important to investigate the subcellular localization of
additional choanoflagellate cadherins and the general
ability of choanoflagellate cadherins to homo-dimerize
(e.g. investigate if they bind each other and thus be able
to mediate direct cell-cell contact). Moreover, the iden-
tification of intracellular binding partners would reveal
downstream signaling functions of cadherins in choano-
flagellates.
The identification of synaptic proteins in choanoflagel-
lates and the presence of a conserved secretion apparatus
raise intriguing questions: Is the choanoflagellate synaptic
machinery involved in cell-cell communication? What is
the function of choanoflagellate synaptic proteins and
where do they localize in S. rosetta colonies? Do choano-
flagellates produce action potentials [51]? It remains to be
investigated if cell-cell communication is mediated by
secretion of small molecules (Figure 2d) or if cells com-
municate via cytoplasmic bridges (Figure 2g).Current Opinion in Genetics & Development 2016, 39:42–47 The available genomic resources and novel functional
techniques highlight the recent progresses made and
showcase the suitability of choanoflagellate models to
answer important questions in evolutionary biology, neu-
robiology and cell biology.
Acknowledgement
The authors thank Daniel Richter for valuable comments on the
manuscript. Tarja Hoffmeyer and Pawel Burkhardt are supported by the
Anne Warner endowed Fellowship through the Marine Biological
Association of the UK.
References and recommended reading
Papers of particular interest, published within the period of review,
have been highlighted as:
 of special interest
 of outstanding interest
1.

Leadbeater BSC: The choanoflagellates: evolution, biology, and
ecology. Cambridge University Press; 2015.
This work gives a fantastic overview about choanoflagellate morphology,
phylogeny, ecology as well as cell biology and also examines the impor-
tance of choanoflagellates in solving the mechanisms leading to the
evolution of animal multicellularity.
2. Carr M, Leadbeater C, Hassan R, Nelson M, Baldauf SL:
Molecular phylogeny of choanoflagellates, the sister group to
Metazoa. Proc Natl Acad Sci U S A 2008, 105:16641-16646.
3. King N, Westbrook MJ, Young SL, Kuo A, Abedin M, Chapman J,
Fairclough S, Hellsten U, Isogai Y, Letunic I et al.: The genome of
the choanoflagellate Monosiga brevicollis and the origin of
metazoans. Nature 2008, 451:783-788.
4. Ruiz-Trillo I, Roger AJ, Burger G, Gray MW, Lang BF: A
phylogenomic investigation into the origin of Metazoa. Mol Biol
Evol 2008, 25:664-672.
5. Richter DJ, King N: The genomic and cellular foundations of
animal origins. Annu Rev Genet 2013, 47:509-537.
6. Karpov SA, Barr D, Carr M, Leadbeater B, Hassan R, Nelson M,
Baldauf S, Fairclough S, Kramer E, Zeng Q et al.: Flagellar
apparatus structure of choanoflagellates. Cilia 2016, 5:11.
7. Pettitt ME, Orme Baa, Blake JR, Leadbeater BSC: The
hydrodynamics of filter feeding in choanoflagellates.
Eur J Protistol 2002, 38:313-332.
8. Roper M, Dayel MJ, Pepper RE, Koehl MAR: Cooperatively
generated stresslet flows supply fresh fluid to multicellular
choanoflagellate colonies. Phys Rev Lett 2013, 110:228104.
9. Dayel MJ, Alegado RA, Fairclough SR, Levin TC, Nichols SA,
McDonald K, King N: Cell differentiation and morphogenesis in
the colony-forming choanoflagellate Salpingoeca rosetta. Dev
Biol 2011, 357:73-82.
10. Fairclough SR, Chen Z, Kramer E, Zeng Q, Young S,
Robertson HM, Begovic E, Richter DJ, Russ C, Westbrook MJ
et al.: Premetazoan genome evolution and the regulation of
cell differentiation in the choanoflagellate Salpingoeca
rosetta. Genome Biol 2013, 14:R15.
11. Levin TC, King N: Evidence for sex and recombination
in the choanoflagellate Salpingoeca rosetta. Curr Biol 2013,
23:2176-2180.
12.

Levin TC, Greaney AJ, Wetzel L, King N: The Rosetteless gene
controls development in the choanoflagellate S. rosetta. Elife
2014, 3:e04070.
A milestone story revealing the first forward genetic screen applied in
choanoflagellates. By screening over 15,000 choanoflagellate clonal
cultures 9 rosette defect mutants were isolated. The authors identified
a C-type lectin in S. rosetta that is essential for colony formation.
13.

Burkhardt P, Grønborg M, McDonald K, Sulur T, Wang Q, King N:
Evolutionary insights into premetazoan functions of the
neuronal protein Homer. Mol Biol Evol 2014, 31:2342-2355.www.sciencedirect.com
Choanoflagellate models Hoffmeyer and Burkhardt 47This paper describes in detail the distribution of pre- and postsynaptic
protein homologs in choanoflagellates and shows how choanoflagellates
can help to uncover new functions of synaptic proteins.
14. Nitsche F, Carr M, Arndt H, Leadbeater BSC: Higher level
taxonomy and molecular phylogenetics of the
Choanoflagellatea. J Eukaryot Microbiol 2011, 58:452-462.
15. Jeuck A, Arndt H, Nitsche F: Extended phylogeny of the
Craspedida (Choanomonada). Eur J Protistol 2014, 50:430-443.
16. Fairclough SR: Choanoflagellates: perspectives on the origin of
multicellularity. In Evolutionary transitions to multicellular life.
Edited by Ruiz-Trillo I, Nedelcu AM. Netherlands: Springer;
2015:99-116.
17. Nitsche F: A phylogenetic and morphological re-investigation
of Diaphanoeca spiralifurca, Didymoeca elongata and
Polyoeca dichotoma (Acanthoecida/Choanomonadida)
from the Caribbean Sea. Eur J Protistol 2016, 52:58-64.
18. Mckenzie CH, Deibel D, Thompson RJ, Macdonald BA,
Penney RW: Distribution and abundance of choanoflagellates
(Acanthoecidae) in the coastal cold ocean of Newfoundland,
Canada. Mar Biol 1997, 129:407-416.
19. Abedin M, King N: The premetazoan ancestry of cadherins.
Science 2008, 319:946-948.
20. Pincus D, Letunic I, Bork P, Lim Wa: Evolution of the phospho-
tyrosine signaling machinery in premetazoan lineages.
Proc Natl Acad Sci U S A 2008, 105:9680-9684.
21. Manning G, Young SL, Miller WT, Zhai Y: The protist, Monosiga
brevicollis, has a tyrosine kinase signaling network more
elaborate and diverse than found in any known metazoan.
Proc Natl Acad Sci U S A 2008, 105:9674-9679.
22. Nichols SA, Roberts BW, Richter DJ, Fairclough SR, King N: Origin
of metazoan cadherin diversity and the antiquity of the
classical cadherin/b-catenin complex. Proc Natl Acad Sci U S A
2012, 109:13046-13051.
23. Dayel MJ, King N: Prey capture and phagocytosis in the
choanoflagellate Salpingoeca rosetta. PLOS ONE 2014,
9:e95577.
24. Hunter T: Tyrosine phosphorylation: thirty years and counting.
Curr Opin Cell Biol 2009, 21:140-146.
25. Robinson DR, Wu YM, Lin SF: The protein tyrosine kinase family
of the human genome. Oncogene 2000, 19:5548-5557.
26. Aleem SU, Craddock BP, Miller WT: Constitutive activity in an
ancestral form of Abl tyrosine kinase. PLOS ONE 2015,
10:e0131062.
27. Suga H, Torruella G, Burger G, Brown MW, Ruiz-Trillo I: Earliest
holozoan expansion of phosphotyrosine signaling. Mol Biol
Evol 2014, 31:517-528.
28.

Murray PS, Zaidel-Bar R: Pre-metazoan origins and evolution of
the cadherin adhesome. Biol Open 2014, 3:1183-1195.
A thorough comparative bioinformatics analysis which reveals that ca.
70% of the cadhesome (network of proteins centered around the cad-
herin–catenin complex) predate animals.
29. Clarke M, Lohan AJ, Liu B, Lagkouvardos I, Roy S, Zafar N,
Bertelli C, Schilde C, Kianianmomeni A, Bu¨rglin TR et al.: Genome
of Acanthamoeba castellanii highlights extensive lateral gene
transfer and early evolution of tyrosine kinase signaling.
Genome Biol 2013, 14:R11.
30. Sakarya O, Armstrong KA, Adamska M, Adamski M, Wang IF,
Tidor B, Degnan BM, Oakley TH, Kosik KS: A post-synaptic
scaffold at the origin of the animal kingdom. PLoS ONE 2007,
2:e506.
31. Liebeskind BJ, Hillis DM, Zakon HH: Evolution of sodium
channels predates the origin of nervous systems in animals.
Proc Natl Acad Sci U S A 2011, 108:9154-9159.
32. Alie´ A, Manuel M: The backbone of the post-synaptic density
originated in a unicellular ancestor of choanoflagellates and
metazoans. BMC Evol Biol 2010, 10:34.www.sciencedirect.com 33. Ryan TJ, Grant SGN: The origin and evolution of synapses.
Nat Rev Neurosci 2009, 10:701-712.
34. Cai X: Unicellular Ca2+ signaling ‘‘toolkit’’ at the origin of
metazoa. Mol Biol Evol 2008, 25:1357-1361.
35. Gur Barzilai M, Reitzel AM, Kraus JEM, Gordon D, Technau U,
Gurevitz M, Moran Y: Convergent evolution of sodium ion
selectivity in metazoan neuronal signaling. Cell Rep 2012,
2:242-248.
36. Burkhardt P, Stegmann CM, Cooper B, Kloepper TH, Imig C,
Varoqueaux F, Wahl MC, Fasshauer D: Primordial
neurosecretory apparatus identified in the choanoflagellate
Monosiga brevicollis. Proc Natl Acad Sci U S A 2011,
108:15264-15269.
37. Fairclough SR, Dayel MJ, King N: Multicellular development in a
choanoflagellate. Curr Biol 2010, 20:R875-R876.
38.

Alegado RA, Brown LW, Cao S, Dermenjian RK, Zuzow R,
Fairclough SR, Clardy J, King N: A bacterial sulfonolipid triggers
multicellular development in the closest living relatives of
animals. Elife 2012, 1:e00013.
A benchmark story describing how bacteria might have contributed to the
evolution of animals. The authors show that rosette colony formation in
choanoflagellates is induced by the bacterium Algoriphagus machipon-
gonensis and identify a novel signaling molecule, a sulfonolipid called
RIF-1 (rosette inducing factor), which is sufficient for colony formation.
39. Beemelmanns C, Woznica A, Alegado Ra, Cantley AM, King N,
Clardy J: Synthesis of the rosette-inducing factor RIF-1 and
analogs. J Am Chem Soc 2014, 136:10210-10213.
40. Woznica A, Cantley AM, Beemelmanns C, Freinkman E, Clardy J,
King N: Bacteria regulate choanoflagellate development with
lipid activators, inhibitors, and synergists. bioRxiv 2016 http://
dx.doi.org/10.1101/052399.
41. Sebe´-Pedro´s A, Burkhardt P, Sa´nchez-Pons N, Fairclough SR,
Lang BF, King N, Ruiz-Trillo I: Insights into the origin of metazoan
filopodia and microvilli. Mol Biol Evol 2013, 30:2013-2023.
42. Adams JC: Roles of fascin in cell adhesion and motility.
Curr Opin Cell Biol 2004, 16:590-596.
43. Jayo A, Parsons M: Fascin: a key regulator of cytoskeletal
dynamics. Int J Biochem Cell Biol 2010, 42:1614-1617.
44. Anderson DP, Whitney DS, Hanson-Smith V, Woznica A,
Campodonico-Burnett W, Volkman BF, King N, Thornton JW,
Prehoda KE: Evolution of an ancient protein function involved
in organized multicellularity in animals. Elife 2016, 5:e10147.
45. Bhattacharyya M, Stratton MM, Going CC, McSpadden ED,
Huang Y, Susa AC, Elleman A, Cao YM, Pappireddi N, Burkhardt P
et al.: Molecular mechanism of activation-triggered subunit
exchange in Ca2+/calmodulin-dependent protein kinase II.
Elife 2016, 5:e13405.
46. Hayashi MK, Tang C, Verpelli C, Narayanan R, Stearns MH, Xu R-
M, Li H, Sala C, Hayashi Y: The postsynaptic density proteins
Homer and Shank form a polymeric network structure.
Cell 2009, 137:159-171.
47. Leadbeater BSC: Life-history and ultrastructure of a new
marine species of Proterospongia (Choanoflagellida).
J Mar Biol Assoc UK 1983, 63:135-160.
48. Carr M, Nelson M, Leadbeater BSC, Baldauf SL: Three families of
LTR retrotransposons are present in the genome of the
choanoflagellate Monosiga brevicollis. Protist 2008, 159:579-590.
49. Carr M, Leadbeater BSC, Baldauf SL: Conserved meiotic genes
point to sex in the choanoflagellates. J Eukaryot Microbiol 2010,
57:56-62.
50. Fields S, Johnston M: Cell biology. Whither model organism
research? Science 2005, 307:1885-1886.
51. Brunet T, Arendt D: From damage response to action
potentials: early evolution of neural and contractile modules in
stem eukaryotes. Philos Trans R Soc B 2016, 371:20150043.
52. Burkhardt P: The origin and evolution of synaptic proteins –
choanoflagellates lead the way. J Exp Biol 2015, 218:506-514.Current Opinion in Genetics & Development 2016, 39:42–47
